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Bacterial and fungal infections in liver
transplant recipients
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Background: According to the latest WHO data ,Liver dis-
ease related deaths in India reached 2.44% of total deaths. The
most effective treatment for patients with end-stage liver disease
is to undergo liver transplantation. Infectious complications are
major causes ofmorbidity andmortality after liver transplantation.
Theymight cause surgical site infections, bacteraemia, pneumonia,
catheter-related infections and urinary tract infections.
Methods & Materials: This study was carried out from January
2014 to January 2015 at Institute of Liver and Biliary Sciences to
estimate themorbidity andmortality associatedwith bacterial and
fungal infections in post LDLT patients,to ﬁnd the bacteriologi-
cal spectrum of infections,organ system involved and to ﬁnd the
association of timelines post surgery with the infections.Data was
collected and recorded from thedate of surgery up to 6months post
surgery. Clinically signiﬁcant growth post surgery was recorded
and accounted.
Results: A total of 64 patients formed the study group. Of these
53(82.81%) patients were males and 11(17.1%) were females. The
overall mortality was 14(21%).Post transplant bacterial infections
were seen in 31(48.4%) of patients. A total of 103 episodes of infec-
tionswere recorded. 6 episodesof respiratory tract infection, 6 intra
abdominal, 9 episodes of bacteraemia and 1 UTI were recorded in
the ﬁrst week of post operative period. 11 episodes of respiratory
tract infections, 8 Intra abdominal and 5 episodes of UTI and 1 bac-
teraemia were recorded during 1 week-1month post transplant.
16 episodes of respiratory tract infection, 22 intra abdominal and
13 episodes of bacteraemia and 5 UTI were recorded in the next 5
months post transplant.
Klebsiella species was responsible for 43(41.74%), E.coli was
responsible for 20(19.41%), Pseudomonas 10(9.7%), Enterococcus
7(6.7%),Acinetobacter11(10.67%), Stenotrophomonas5(4.8%).Can-
dida spp was responsible for 7(6.7%) of the infections.
Conclusion: Infectious complications remain important pre-
ventable causes of morbidity and mortality among liver recipients.
The vast majority of infections that occur immediate post trans-
plant are often related to surgical procedure, medical devices or
prolonged hospitalisation. It is essential to have in place an effec-
tive approach to prevention, based on predicted infection risk, local
antimicrobial resistance and surveillance of speciﬁc risk factors.
http://dx.doi.org/10.1016/j.ijid.2016.02.662
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Molecular identiﬁcation of beta lactamase
producing gram negative bacteria in water
samples collected from River Yamuna in Agra
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Background: River Yamuna is recoded to have microbial pollu-
tion including drug resistance pathogens. Pathogens like extended
spectrum--lactamase (ESBL) is derived from - lactamases and
has the ability to hydrolyse the beta lactam ring of cephalosporins
and other durgs. Extended spectrum--lactamase producing Kleb-
siella pneumoniae and Escherichia coli are arising as multi-national
threat that could become multi-drug resistant infections. The pres-
ence of reference genes blaCTX-M, blaSHV and blaTEM coding for
the -lactamases enzymes are important marker to identify ESBL
producing Klebsiella pneumoniae and Escherichia coli. This study
investigated the presence of ESBL antibiotic resistance genes in
Gram Negative bacteria isolated from water of river Yamuna.
Methods & Materials: DNA was isolated from sixty four water
samples collected from river Yamuna (different region and time)
in Agra and ampliﬁed in thermal cycler using speciﬁc primers
for blaCTX-M, blaSHV, and blaTEM gene. PCR positive samples
were identiﬁed phenotypically for esbls in Bauer & Kirby 1966
disc diffusion methods utilizing recommendation of Clinical Lab-
oratory Standards Institute (CLSI) and BSAC (British Society for
Antimicrobial Chemotherapy). Species of ESBLs were identiﬁed by
Biochemical test and microscopic tests.
Results: Out of 64 Yamuna water samples, 4.69% (3/64), were
ESBL positive. One, 1.56% (1/64), of thesewas positive for two genes
(SHV and TEM) while other two, 3.15% (2/64), was CTXM positive
(ﬁgure 1). Microbiological and biochemical test has been given in
table 1-3.
Conclusion: Yamunawater is appeared to be a reservoir of esbls
that could become endemic threat to population. However, more
environmental samples (soil and water) and blood samples from
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Table 1
Biochemical and microscopic characteristics of ESBL positive bacteria
S. No.
Agar Media Biochemical
test
Microscopic
results
Identiﬁcation
Meth. Red Vog. Pros. Cit. Shape of
bacteria
Gram staining
-ve control MacConkey /
Nutrient
NA NA NA NA NA NA NA
1 MacConkey + + - - Cocci -ve E. coli
2 MacConkey - - + + Small rods -ve K. Pneumoniae
3 Nutrient - - + + Cocci -ve Enterobacter spp.
* Note: Ind= Indole; MR= Methyl Red; VP = Voges Proskauer; cit= citrate; NA=not applicable.
Figure 1. Gel showing (A) 966 bp fragment of bla TEM, (B) 1007 bp fragment of
bla SHV, and (C) 550 bp fragment of bla CTX-M (M = 1.5kb DNA ladder, Bangalore
Genei).
Agra could be screened to know linkage between environmental
sources and clinical cases.
http://dx.doi.org/10.1016/j.ijid.2016.02.663
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Detection of the emerging rotavirus G12P[8]
genotype at high frequency in Brazil in 2014:
Sucessive replacement of predominant strains
A. Luchs ∗, A. Cilli, S. Morillo, D. de Souza Gregorio,
K.A. Farias de Souza, H. Rosa Vieira, A. de Mira
Fernandes, R.D.C. Carmona, M.D.C.S.T. Timenetsky
Adolfo Lutz Institute, Sao Paulo, Sao Paulo, Brazil
Background: The continuum characterization of circulating
RVAgenotypes is essential to understand howvaccine introduction
could impact virus epidemiology. In the present study, an unex-
pected rapid changing pattern of RVA genotypes distribution in
Brazilian population during three followed seasons is described.
Methods & Materials: From January/2012 to December/2014,
a total of 3441 fecal specimens were collected from collaborat-
ing centers across Southern, Southeastern and Midwest Brazil, and
likely to be representative of Brazilian population. All specimens
were screened for RVA using ELISA, and genotyped by RT-PCR. Dif-
ferences in proportions were tested using Chi Squares. A p-value of
less than 0.05 was considered statistically signiﬁcant.
Results: RVA was detected in 19.7% (677/3441). G3P[8]
remained prevalent in 2012 (37.6%, 69/185) and 2013 (40.1%,
74/186) (2=0.107, p=0.743), but declined markedly in 2014
(3.5%, 10/281) (2=71.770, p=0.000). G12P[8] was second high-
est strain in 2012 (22.7%, 42/185), decrease rapidly in 2013 (2.7%,
5/186) (2=26.224, p=0.000) and re-emerged as the predominant
genotype in 2014 (86.6%, 243/281) (2=118.299, p=0.000). From
July/2014, G12P[8] was the single genotype detected in all regions
studied.
Conclusion: The present study raised the hypothesis of a possi-
ble G12 outbreak being in progress. Nationally, the Hospital-based
Information System surveillance data conﬁrmed the long term
decline in gastroenteritis hospitalization observed in Brazil after
RVA vaccine introduction. Nevertheless, the sharp increase in diar-
rhea hospitalization prevalence from 2013 to 2014 observed in
Southern and Southeastern regions is consistentwithwhat appears
to be an outbreak of G12P[8]. Furthermore, in 2014, the FIFA World
Cup was held in Brazil, and the introduction a novel RVA strain was
a real threat, given large numbers of visitors from areas with ongo-
